ABSTRACT Acetylene fermentation is a rare metabolism that was serendipitously discovered during C 2 H 2 -block assays of N 2 O reductase. Here, we report the genome sequences of two type strains of acetylene-fermenting Pelobacter acetylenicus, the freshwater bacterium DSM 3246 and the estuarine bacterium DSM 3247.
Annotation was performed using the Prokaryotic Genome Annotation Pipeline (PGAP) from the National Center for Biotechnology Information (NCBI) (4 Gene sequences for the five enzymes necessary for the fermentation of acetylene to ethanol and acetate (AH, aldehyde dehydrogenase, alcohol dehydrogenase, phosphate acetyltransferase, and acetate kinase) were annotated in both strains. DSM 3246 and DSM 3247 each contained one copy of the ahy gene encoding AH. The DSM 3246 ahy is 100% identical on the amino acid level to that of DSM 3247. Comparative analyses of these and other Pelobacter species may provide insight into the regulation and evolution of acetylene fermentation. Accession number(s). Genomes are available from the NCBI GenBank database under BioProject PRJNA319824 and GenBank accession numbers CP015455 (DSM 3246 genome), CP015456 (DSM 3246 plasmid), and CP015518 (DSM 3247 genome).
